Key indicators: single-crystal X-ray study; T = 153 K; mean (C-C) = 0.003 Å; R factor = 0.029; wR factor = 0.113; data-to-parameter ratio = 18.3.
In the crystal structure of the title compound, C 5 H 3 Cl 3 N 4 S, two molecules related by a centre of symmetry demonstrate extremely short intermolecular SÁ Á ÁN contacts of 2.783 (2) Å . The crystal packing also exhibitsinteractions indicated by a short distance of 3.340 (1) Å between the centroids of the triazole rings of neighbouring molecules.
Related literature
For the antimicrobial and anti-inflammatory activity of 1,2,4triazole and 1,3,4-thiodiazole derivatives, see: Karabasanagouda et al. (2007) ; Mathew et al. (2007) ; For related structures, see: Du et al. (2008) ; Khan et al. (2009); Haugwitz et al. (1977) . (Karabasanagouda et al., 2007) and anti-inflammatory (Mathew et al., 2007) activities. Herewith we report the synthesis and crystal structure of the title compound (I), a new derivative from the aforementioned family.
Experimental
In (I) ( Fig. 1 ), all bond lengths and angles are normal and correspond to those observed in the related structures (Du et al., 2008; Khan et al., 2009) . The triazolothiadiazole ring system is essentially planar with an r.m.s derivation of 0.0087 (2)Å and maximum deviation of 0.0037 (2)Å for atom C2. In the crystal structure, π-π interactions (Table 1) consolidate the crystal packing, which exhibits short intermolecular S···N contacts of 2.783 (2) Å observed eralier in the related structure (Haugwitz et al., 1977) .
The title compound was synthesized by the reaction of 4-amino-3-methyl-4H-1,2,4-triazole-5-thiol (2.0 mmol) and trichloroacetic acid (2.0 mmol) in phosphoryl trichloride for 24 h. Crystals of (I) suitable for single-crystal X-ray analysis were grown by slow evaporation of a solution in chloroform-ethanol (1:1).
Refinement
H atoms were positioned geometrically (C-H = 0.98 Å) and refined as riding, with U iso (H) = 1.5U eq (parent). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 0.0204 (9) 0.0206 (9) 0.0169 (9) −0.0011 (7) −0.0001 (7) −0.0020 (7) N2 0.0201 (9) 0.0214 (9) 0.0157 (9) 0.0021 (7) −0.0023 (7) −0.0011 (7) 0.0180 (10) 0.0155 (9) 0.0142 (9) −0.0029 (8) 0.0017 (7) −0.0013 (7) C3 0.0133 (10) 0.0135 (9) 0.0184 (10) 0.0013 (8) −0.0018 (8) 0.0022 (7) C4 0.0145 (10) 0.0121 (9) 0.0136 (9) −0.0009 (7) −0.0007 (7) 0.0027 (7) C5 0.0138 (9) 0.0110 (8) 0.0162 (10) 0.0023 (7) 0.0008 (7) 0.0009 (7) Geometric parameters (Å, °) S1-C3 1.732 (2) N3-N4 1.370 (2) S1-C4 
